The R882H mutations is highly enriched. In the upper part, the positions of the PWWP, ADD and catalytic domain (CD) of DNMT3A are indicated. C) Position of the R882H mutation in the structure of the DNMT3A/DNMT3L C-terminal domain heterotetramer with modeled in DNA (green). The DNMT3L C-terminal domains are colored dark and light red, the DNMT3A C-terminal domains are dark and light blue. AdoMet is shown in yellow and the positions of the c atoms of R882 in both DNMT3A subunits are indicated by orange balls. D) Example of a Coomassie BB stained SDS-polyacylamide gel of the Histagged DNMT3AC and DNMT3AC-R882H protein preparations. Flanking sequences of R882H preferred sites =1-BINOM. VERT(6; 10; 0.482; TRUE) In cases the base was depleted, the p-value was manually set to 1.
List of p-vlues displayed in Suppl. For example, the p-value for finding 7 or more C at the -6 flank in 10 sequences at an expected frequency of 0.482 was calculated with the formula:
